ABSTRACT Microbacterium paludicola CC3 exhibits the capability to produce polysaccharide bioflocculants. Here, we report the whole-genome sequence of M. paludicola CC3, which may be helpful in understanding the genetic basis of the biosynthesis of polysaccharide bioflocculants as well as in promoting its production and application in industrial fields.
studies, the biomass wastes were directly used as carbon source of lignocellulosedegrading strains to produce various value-added products at a low cost (2, 18) . Therefore, we are interested in the genes encoding the lignocellulose-degrading enzymes. Genes encoding xylanase, cellulose, and amylase were identified, thereby suggesting that strain CC3 can directly convert biomass waste into polysaccharide bioflocculants.
Accession number(s). The sequence data for the genome of M. paludicola CC3 have been deposited to GenBank under the accession number CP018134; the version described in this paper is the first version. Strain CC3 has been deposited at the China General Microbiological Culture Collection Center (CGMCC 1.15930).
ACKNOWLEDGMENTS
This study was supported by the National Natural Science Foundation of China (grant 31300054), funds from the Natural Science Foundation of Jiangsu Province of China (grant BK20171163), the Natural Science Foundation of Xuzhou City (grant KC15N0014), and Priority Academic Program Development of Jiangsu Higher Education Institutions (PAPD).
